ODN2, which was used as a tool to knock down paRNA expression (2) . Using special stem-loop RT primer (Fig. 2B) , as we previously used to discriminate mature miRNAs from their precursors (6), we validated this small RNA in HeLa cells (Fig. 2C) . Secondary structure analysis indicates that this small RNA is likely derived from a precursor hairpin RNA (Fig. 2D) .
Based on their genomic location, these small RNAs belong to transcriptional start site (TSS) miRNAs (7) . TSS-miRNAs are processed from short RNA polymerase II (Pol II) pausing transcripts in a DROSHAindependent but DICER-dependent manner (8) . Loaded into the AGO complex, TSS-miRNAs have detectable activity from endogenous levels (7) . It has been established that promoter-targeted miRNAs have both positive and negative regulation on gene expression at the epigenetic level through RNA activation (9) or transcriptional gene silencing (10), respectively. Therefore, we speculate that the small RNA complementary to ODN2 may impact the efficiency of ODN2 and even the way it acts.
Taken together, we found that paRNA is polyadenylated, and thus can be uniquely reverse-transcribed and quantified. We also found that small RNAs are expressed from the 5′-UTR of PTEN. These TSSmiRNAs may exert a regulatory effect on the PTEN gene. We believe our findings provide important supplementary information about the potential mechanisms by which noncoding RNAs affect PTEN gene expression. 
